Malaria and soil transmitted helminthes co-infection among Abia State polytechnic students, Aba, Southeastern Nigeria  by Ezeigbo, O.R. & Agomoh, N.G.
360 17th International Congress on Infectious Diseases / International Journal of Infectious Diseases 45S (2016) 1–477
Type: Poster Presentation
Final Abstract Number: 43.035
Session: Poster Session III
Date: Saturday, March 5, 2016
Time: 12:45-14:15
Room: Hall 3 (Posters & Exhibition)
Malaria and soil transmitted helminthes
co-infection among Abia State polytechnic
students, Aba, Southeastern Nigeria
O.R. Ezeigbo ∗, N.G. Agomoh
Abia State Polytechnic, Aba, Abia State, Nigeria, Aba,
Nigeria
Background: Soil transmitted helminthes and malaria infec-
tions are among the endemic parasitic diseases that have caused
over half amillion deaths inmost tropical parts of theworld, where
both have similar geographical distribution and co-infections are
common. In Nigeria and other tropical countries, malaria and
helminthes infections are reportedly endemic and pose signiﬁcant
health problems. It becomes very necessary therefore to determine
the impact of malaria and helminthes co-infection.
Methods & Materials: Fresh stool and blood samples were col-
lected from 400 students of Abia State Polytechnic, Aba, aged 18
years and above. The stool samples were analyzed using saline wet
mount method. Blood was collected by ﬁnger prick to determine
malaria parasitemia using thick ﬁlm method. Univariant analysis
and chi-square statistical tests were used to analyze the data.
Results: Out of 400 students sampled, consisting of 160(40.0%)
males and 240(60.0%) females, 141(35.3%) and 72(18.0%) students
were infected with malaria and intestinal helminthes respectively.
The percentage co-infectionwas 53(13.3%). The femalesweremore
infected for both malaria (20.5%) and helminthes infection (10.8%)
than males (14.8% for malaria and 7.3% for helminthes infec-
tion). However, the statistical analysis showed that co-infection of
malaria and helminthes infections do not depend on sex. Species of
soil transmittedhelminthes isolated fromthe stool samples include
Ascaris lumbricoides (4.5%), Hookworm (6.0%) and Trichuris trichura
(4.8%).
Conclusion: Malaria and soil helminthes infectionmay co-exist
without clinical symptoms, yet they pose serious health threats
to the public. Interventions in the area of improved sanitation,
drainage of stagnant water, health education and the need to sleep
on insecticide- treated bed net are highly recommended.
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Genome wide collation of zinc ﬁnger family in
P. falciparum
M. Kaushik, S.S. Gill, R. Gill ∗
Maharashi Dayanand University, Rohtak, India
Background: Despite progress in recent years, malaria contin-
ues to be a major public health problem. P. falciparum- the most
virulent species of human malaria requires specialized regulation
of gene expression for survival in two different hosts. A subset of
these regulators belongs to the zinc ﬁnger proteins (ZFPs) that are
involved in transcription regulation, signal transduction, RNAbind-
ing and regulation of apoptosis. The present study identiﬁed the
ﬁrst genome-wide analysis of zinc ﬁnger family in P. falciparum.
Methods&Materials: All zinc ﬁnger geneswere extracted from
PlasmoDB v 9.0 by gene text search, BLASTp and HMM search.
Domain architecture of extracted genes was drawn by SMART and
Pfam. Orthologs in different organisms were assigned by BLASTp
program. Evolutionary relationships were drawn using phylip and
homology modelling was done by Phyre 2.
Results: In the present study, we identiﬁed 144 putative zinc
ﬁnger genes in P. falciparum. It comprises almost 2.67% of all anno-
tated genes present in plasmodium.Basedonnumber and theorder
of the Cystine and Histidine residues that bind the zinc ion, ZFPs
were classiﬁed into 16 different types. Nearly 70% (100/144) of
these genes belong to four distinct classes namely, C2H2, C3H1,
RING ﬁnger and PHD ﬁnger that play a critical role in transcription,
RNAbinding, ubiquitinationandchromatin regulation respectively.
Notably, the percentage of CCCH genes in apicomplexa (0.38%
- 0.59%) was found to be much higher than that of chordates.
Domain composition analysis revealed few domain compositions
(RING+SPX) speciﬁc to the parasite as compared to the humanhost.
Homology modeling revealed plasmodium speciﬁc insertions and
residuesas compared to itshumanhomologue. Expressionproﬁling
of PfZFPs showed a mixture of linear and non-linear relation-
ships between transcriptome and proteome and few stage speciﬁc
proteins. Phylogenetic analysis of zinc ﬁnger showed good evo-
lutionary relationships with high bootstrap values of the internal
branches.
Phylogenetic analysis of PfCCCH family
